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Figure S1. Comparison of genes cloned as full-length cDNAs that are regulated
by osmotic stress and abscisic acid treatment. The Venn diagram shows the
overlapping matches between stress-response genes regulated by osmotic
stress and abscisic acid treatment [Dugas et al. 2011] and genes collected in
our full-length cDNA library.



nucleotide binding
molecular_function

nucleic acid binding

DNA binding

chromatin binding
sequence-specific DNA binding
RNA binding

motor activity

catalytic activity

nuclease activity

signal transducer activity
receptor activity

receptor binding

structural molecule activity
transporter activity
binding

protein binding

translation factor activity, RNA binding
lipid binding

kinase activity

transferase activity
hydrolase activity

oxygen binding

enzyme regulator activity
carbohydrate binding

0.0% 5.0% 10.0% 15.0% 20.0%
Sense Full-length cDNA Shicolor_255

Figure S2. Functional classification based on GO Slim of genes on sense strand
corresponding to identified antisense transcripts. The histogram shows the
distribution of genes classified into the GO slim categories. Genes were on the
sense strand corresponding to identified antisense (green), genes cloned as full-
length cDNAs (pink) and total genes annotated in Sbicolor_255 (blue). Functional
annotations are presented in relation to the molecular function.



Figure S3. Representative tissues used for RNA-Seq. Tissues collected for
preparation of RNA. (A, D) Spikelets harvested at the anthesis stage. (B, E)
Seeds harvested 15 days after anthesis. (C) Stems harvested at the same time
as spikelets as vegetative tissue controls. Only parts of spikelet (D) and seed (E)
were used for RNA extraction. Scale bar = 1 cm.



